ABSTRACT Azoarcus sp. strain DD4 can cometabolically degrade 1,4-dioxane and 1,1-dichloroethylene (1,1-DCE) when grown with propane and other substrates. The complete genome sequence of strain DD4 reveals a diverse collection of bacterial monooxygenase genes that may contribute to its versatility in degrading commingled groundwater pollutants.
of 5,001 putative genes are annotated, covering approximately 90.1% of the genome. The genome of DD4 contains 57 tRNA genes and 4 rRNA gene clusters (5S, 16S, and 23S). Five gene clusters encoding soluble di-iron monooxygenases (SDIMOs) (13, 14) are found on the chromosome. Based on phylogenetic analysis of the amino acid sequences of their hydroxylase alpha subunits, these five SDIMOs are categorized as two group 1 phenol hydroxylases, one group 2 toluene monooxygenase, one group 3 butane monooxygenase, and one group 5 propane monooxygenase. In addition, genes encoding a copper membrane particulate monooxygenase (15) and a cytochrome P450 CYP153 alkane hydroxylase are identified. One or more of these monooxygenases in DD4 may be responsible for initiating the oxidation of propane, 1,4-dioxane, 1,1-DCE, and other environmental pollutants (1, 16-19) .
Data availability. The whole-genome sequence of Azoarcus sp. strain DD4 has been deposited in GenBank under the accession number CP022958. The raw reads have been deposited in SRA under the accession number PRJNA398544.
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